Almost at the same time, our group published the second work on the same topic, bacterial biodiversity of the Atlantic forest soil (1) . Our study used an approach similar to that used by Faoro et al. (2) to survey the bacterial community of the Southeast Atlantic forest soil. Samples were collected in another ecosystem, the Serra dos Orgãos National Park (PARNASO) in Rio de Janeiro state. This park is located ca. 150 km from Rio de Janeiro city in the Serra do Mar mountain range, reaching up to 2,263 m above sea level in some locations, between 22°52Ј and 22°54ЈS and 42°09ЈW. Overall, the phylogenetic analysis, based on 894 partial 16S rRNA gene sequences, showed an overlap in the bacterial community composition with the previous scenario demonstrated in the South Atlantic forest soil (2) . For instance, Acidobacteria and Proteobacteria were the most frequent phyla on both ecosystems. Interestingly, contrasting with the data of Faoro et al. (2) the Verrucomicrobia phylum, apparently absent in the South Atlantic forest, was one of the most abundant groups in the Southeast Atlantic forest soil, with a prevalence ranging from 0.6 to 14%, depending on the soil sample (1). Verrucomicrobia is a recently described phylum abundant in soils (3), which comprises only a few described species. The difference in the bacterial phylum's prevalence and composition in the two surveys can be due to specific contributions of physicochemical, geographic, and anthropogenic factors in the ecosystems of this biome. This scenario is just starting to reveal the extraordinary level of bacterial biodiversity in this almost unexplored reservoir.
forest based on the 16S rRNA gene sequence. One of these was conducted in the Atlantic forest located in the southern region (3) and the other in the southeastern region (1), about 850 km distant. The major difference observed was the absence of the Verrucomicrobia phylum in soils of the southern region (3), while in the second study, the occurrence of this phylum ranged from 0.6 to 14% (1) .
A comprehensive work conducted by Roesch and coworkers (6) used pyrosequencing for large-scale biodiversity analyses of soil from four regions of the Americas: southern Brazil (Rio Grande do Sul), the United States (Florida and Illinois), and northwestern Canada (Ontario). Verrucomicrobia was found only in soils from Illinois and represented 2% of the 16S rRNA gene sequences. Representatives of this phylum were not found at the other three sites. In other work conducted in Germany, sequences belonging to Verrucomicrobia were rare (Ͻ1% of 598,962 sequences) and had a variable distribution between forest and grassland soils, showing more abundance in the latter environment (5).
Lipson and coworkers (4) also analyzed 16S rRNA gene sequences from soils and showed that the Verrucomicrobia phylum was sensitive to seasonal changes, being more strongly represented in the summertime. Similar seasonal effects were detected by Buckley and coworkers (2) in soils from Michigan. Moreover, in that work, the authors showed that soil characteristics and vegetation did not affect the distribution of Verrucomicrobia, but the depth of the soil had a stronger effect on the abundance of this phylum.
In conclusion, the occurrence of Verrucomicrobia in soils can be influenced by a multitude of factors, including the poorly analyzed seasonal effect, all of which may help to explain the different distribution of this phylum in the Brazilian Atlantic forest.
